The online supplementary information provides additional details regarding the standards analyzed to unequivocally identify lipid species (Table S1), qualitative and quantitative MRMs transitions for SPM analysis (Table S2) , the total ion chromatogram of brain extract in negative mode (Figure S1) , the PCA of raw data including pooled QCs (Figure S2) , Twodimensional PCA plot, with datapoints representing all treated groups (Figure S3) , Two-dimensional PCA plot, with datapoints representing individual animals treated with chemotherapy (Figure S4) , Two-dimensional PCA plot, with datapoints representing individual animals supplemented with omega-3 (Figure 5) , the fragmentation pattern of the detected phospholipids (Figures S6-S11) , Heatmap of all biomarkers (Figure 12 ) and the biosynthetic pathway of omega-9 monounsaturated fatty acid synthesis (Figure S13) .
Counts vs. Acquisition Time (min) 0.5 1 1.5 2 2.5 3 3.5 4 4.5 5 5.5 6 6.5 7 7.5 8 8.5 9 9.5 10 10.5 11 11.5 12 12.5 13 13.5 14 14.5 15 15.5 16 16.5 17 17.5 18 18.5 19 19.5 20 20.5 21 21.5 Figure S2 . PCA scores plots depicting individual samples (blue dots), and pooled quality control (QC) samples (green dots) of (A) raw data before any filtration, and (B) filtered data (i.e. after removal of blank signals and false chromatographic peaks). Figure S12 . The heatmap is a graphical representation of data where the samples are clustered according to the proximity of the intensity of metabolites. Pearson distance and the Ward method were used for this heatmap. Each colored cell on the map corresponds to an intensity value from our data table, with samples in columns and compounds in rows. Figure S13 . Omega-9 polyunsaturated fatty acid biosynthesis pathway 3
